
FLOCK / Cross Sample Comparison:  Create Dataset 

Cross Sample Comparison automatically maps populations of cells across multiple flow samples 

and computes the summary statistics for downstream analysis.  

 

Currently Cross Sample Comparison is available for FLOCK v1 output only—FLOCKv2 output 

Cross Sample Comparison will be available in a subsequent release.   

 

To perform cross sample analysis the user is required to define a data set which contains the 

samples to be compared using the Data Management module.  Click ‘Create Data Set’ (see 
above) 



FLOCK / Cross Sample Comparison:  Create Dataset 

Use Advanced Search to find files 

Select files and click arrow to move 

files to data set 

Click ‘Create Set’ 

 



FLOCK / Cross Sample Comparison:  Create Dataset 

  

Flow cytometry files being compared in Cross Sample 

comparison should contain the same markers (green shadowed). 

Provide name and data set description 



FLOCK / Cross Sample Comparison:  Create Centroid 

Select FLOCK result to identify centroid 

for comparison 

 A centroid file is required for comparison and is generated by running FLOCK on one or more files of the data set or on 

a file external to the data set to which the data set is being compared 

 

Note:  the number of markers (columns in each file) must be consistent within the data set and the saved centroid file in 

order to use Cross Sample comparison 

Click ‘Results’ to view thumbnail matrix and  

select centroid 



FLOCK Analysis:  Concatenated FCS files For Centroid File 

One of the challenging aspects of the Cross Sample analysis module is 

choosing a FCS file that includes all of the cell populations. 

One option is to run a FLOCK analysis on a concatenated set of files. 

 

The FlowJo manual on concatenation can be found here: 

http://www.flowjo.com/v765/en/export.html 

  

http://www.flowjo.com/v765/en/export.html


FLOCK / Cross Sample Comparison:  Create Centroid 

FLOCK result thumbnail matrix 

Select ‘Save Centroid’ from Centroid dropdown menu 

Provide name and description for the new centroid 



FLOCK / Cross Sample Comparison:  Access 

Access Cross Sample Comparison through the ImmPort Tools menu. 

NOTE:  Cross Sample Comparison is currently limited to FLOCK 1 output 



FLOCK / Cross Sample Comparison:  Start Comparison 

Go to ‘Cross Sample’ from the menu 
bar and click to see overview.   
Click ‘Start Comparison’ to begin Cross 
Sample Analysis 



FLOCK / Cross Sample Comparison:  Analysis Set-up 

Select: 
Centroid from the top table 
Data set from the bottom table 
Click ‘Continue’ 
Note:  Comparison requirement--centroid and dataset files must have the same markers in the same order 
for a valid analysis 
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Cross Sample Comparison:  Column Comparison 

Project is pre-selected—cross sample analysis is restricted to 

files within a selected project. 

Provide Name and Description for the analysis 



Cross Sample Analysis Request 

Cross Sample Analysis Detail 

Click to view single 
file results 

Click Analysis Results 
to view Cross Sample 
results  

Click to view centroid 
file details 

FLOCK / Cross Sample Comparison:  Task confirmation, Analysis Detail 

 
From Cross Sample Analysis Request screen 
Click ‘Show Analysis History to view Cross 
Sample results 
 
From the Analysis Detail screen 
Click Centroid Information Detail to view the 
centroid file 
Click Analysis Results to view Cross Sample 
results 
Click ‘Results’ from Cross Sample Analysis 
Result Files table to view individual file results 
 
 



Cross Sample Comparison:  Breakdown of Analysis Detail 

Single File Overview 

Cross Sample Analysis Results 

Centroid Details 

Detail View for this table is on the next slide 

Cross Sample Analysis Detail screen links: 

  Centroid Information Detail link displays details 

pertaining to the centroid applied in the cross sample 

comparison 

 The Analysis Results link displays the Cross Sample 

Analysis Results table from which the Population 

Percentage table, Marker by Population visualization 

and downloads can be accessed 

  Cross Sample Analysis Result Files table Results link 

displays individual file cross sample results 

Cross Sample Analysis Detail 



Cross Sample Analysis Percentage Table 

Marker by Population 

Detail View on next 
slide 

Cross Sample Comparison:  Breakdown of Analysis Results 

The Cross Sample /Analysis Results table displays the 

Cross Sample results from which the Population 

Percentage table, Marker by Population visualization, 

results statistics and downloads may be accessed 

Output Files: 

•coordinates.txt—output is the intensity values for each marker and 

event 

•flock_results.txt—a combination of input file, event identifiers and 

population identifiers 

•MFI.txt—provides mean fluorescence intensity for each population for 

each marker/parameter 

•population_id.txt—contains population identifiers 

•population_center.txt—contains centroid coordinates for each 

population ID 

•percentage.txt—includes population identifiers and percentage of 

events within that population relative to the whole data file 

•profile.txt—displays an expression profile where the approximate 

expression level for each marker is assigned a numeric value from 1-4 

for each population 

•fcs_properties.txt—contains the # of events, # of populations and # of 

markers as well as the algorithm parameters used in the analysis 

•percentage.all.txt—population percentages 

•statistics.all.txt--contains Event count, percentage of events for each 

flow cytometry file and the mean, standard deviation and coefficient of 

variation for each marker of each flow file 

•summary.all.txt—list of files in analysis 

 



Use Population and Marker drop-down menus to assist with Cross-Sample viewing for multiple files 
and marker combinations 

Cross Sample Comparison:  Analysis Result, Marker by Population viewing 


